The genome of the anaerobic halophilic alkalithermophile Natranaerobius thermophilus consists of one 3,165,557-bp chromosome and two plasmids (17,207 bp and 8,689 bp). The present study is the first to report the completely sequenced genome of an anaerobic polyextremophile and genes associated with roles in regulation of intracellular osmotic pressure, pH homeostasis, and growth at elevated temperatures.
The polyextremophile Natranaerobius thermophilus strain JW/NM-WN-LFT represents the novel order Natranaerobiales (Firmicutes), harboring obligately anaerobic alkalithermophiles. It grows optimally at 3.5MNa_ with a pH of 9.5 at 55°C and 53°C and was isolated from the sediment of the sun-heated salt lake Fazda (Wadi An Natrun, Egypt) (5) . N. thermophilus is an excellent model organism for understanding the unique combinations of adaptation mechanisms in anaerobic halophilic alkalithermophiles necessary for thriving in the presence of multiple environmental extremes (4).
The genome of N. thermophilus was sequenced at the Joint Genome Institute (JGI) using a combination of 3-, 8-, and 40-kb insert libraries and random shotgun sequencing. The Phred/Phrap/Consed software package was used for sequence assembly and quality. Possible misassemblies were corrected, and gaps between contigs were closed by editing in Consed, custom primer walks, or PCR amplification (1) . The error rate of the completed genome sequence of N. thermophilus was less than
